Each of 14 Kap60p binding spots reported in the present study was labeled by choosing residues near the center of the binding spot. The 2.0 Å resolution X-ray crystallographic structure of the export complex Cse1p:Kap60p:RanGTP (Matsuura and Stewart, 2004) was used to determine distances. The distances (Å) between binding spots were obtained by determining the distance between the centers of mass of the following atoms: spot #1 (side chain atoms of Ala45 and Ser96), #2 (side chain atoms of Gln188 and Ile201), #3 (backbone atoms of Leu132 and Asn180), #4 (Glu358 and Ile472), #5 (Asn467 and Gln506), #6 (Ile495, Pro499, and Ser545), #7 (side chain atoms of Leu591), #8 (side chain atoms of Pro593, Ser637, and Leu641), #9 (side chain atoms of Thr604 and Glu652), #10 (Phe650, Pro682, and Leu685), #11 (Pro689, Gly721, and Pro724), #12 (Met752 and His800), #13 (Lys774 and Asn816), #14 (Thr849 and Gln940). For the distances between spots #2-#3 and #12-#13, measurements were not taken between the spots directly, since that would have yielded a distance "through" the molecule and not along its surface. Rather, two distances were summed in each case: that between each binding spot and the centers of masses of Gln188 (#2-#3) or Gln806 (#12-#13). 
Each of five Kap60p binding spots reported in the present study was labeled by choosing residues near the center of the binding spot. The 2.0 Å resolution X-ray crystallographic structure of the export complex Cse1p:Kap60p:RanGTP (Matsuura and Stewart, 2004) was used to determine distances. The distances (Å) between binding spots were obtained by determining the distance between the centers of mass of the following residues: spot #1 (Pro121 and Gly161), #2 (Pro90, Val125, and Gln128), #3 (Lys264 and Arg299), #4 (Val255 and Ala291), #5 (Gln377 and Asp419). The distance between spot #1 and #3 was measured using the intermediate residue Asp206. The distance between those spots was represented by the distance between the centers of masses of spot #1 and Asp206 and Asp206 and spot #3. This more accurately represents a distance between the two spots that is parallel to the Kap60p surface and not "through" the molecule. Importin-β Binding
Each of 10 importin-β binding spots (Isgro and Schulten, 2005) was labeled by choosing one residue near the center of the binding spot. The 3.0 Å resolution X-ray crystallographic structure of importin-β from Mus musculus (Lee et al., 2003) with partial SREBP-2 cargo was used. The distances (Å) between the centers of mass of each residue side chain for adjacent binding spots are reported. The following residues were used in labeling binding spots: spot #1 (Leu96), #2 (Phe217), #3 (Ala259), #4 (Ile265), #5 (Phe370), #6 (Ile457), #7 (Met608), #8 (Lys651), #9 (Met693), #10 (Ala742). 
Each of six NTF2 binding spots (Isgro and Schulten, 2007) was labeled by choosing residues near the center of the binding spot. (The NTF2 dimer has 12 binding spots in total.) The 1.6 Å resolution X-ray crystallographic structure of NTF2 dimer from Rattus norvegicus (Bayliss et al., 2002a) was used. The distances (Å) between binding spots were obtained by determining the distance between the centers of mass of the following atoms: spot #1 (Pro75), #2 (side chain atoms of Trp41, Phe61, and Leu121), #3 (backbone atoms of Ser13 and Trp112), #4 (backbone atoms of Gln16, Tyr19, and Ile68), #5 (side chain atoms of Lys63 Gln65, Lys90, and Asp92), #6 (side chain atoms of Gln65, Gln88, and Ile96). The distances between spots #1-#1 and #1-#2 are reported for spots on different monomers and are labeled in bold. For the distances between spots #2-#5 and #2-#6, measurements were not taken between the spots directly, since that would have yielded a distance "through" the molecule and not along its surface. Rather, two distances were summed in each case: that between each binding spot and the centers of masses of Asp92 (spot #5) or Lys90 (spot #6). Conti et al., 2006) . Two regions which were unresolved crystallographically, residues 24-30 of Kap60p and a loop region on HEAT repeat 6 of Cse1p, also contributed to deviation. c) The view from b), rotated 180° about the vertical.
